Material and Methods
In the present review, 249 nasopharyngeal swabs were analyzed by real time PCR techniques, designed to amplify Influenza A and Influenza B virus. All the positive samples were sent to the Portuguese Influenza Reference Laboratory in order to subtype influenza A virus and to perform genetic characterization (genomic sequencing of HA1 subunit of hemaglutinin gene) and antigenic characterization (by hemaglutination inhibition assay with reference antiserums) of detected viruses. 
